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Conclusions: The larval-nymphal synchrony seems to be a
prerequisite for the TBEV to be maintained and ampliﬁed in
nature, and consequently transmitted to humans; this can
be explained by the very short period of TBEV infectivity
in the rodents (2—4 days) - main reservoirs for TBEV. This
synchrony is generated by a faster cooling of air tempera-
tures in autumn and an earlier onset of larval activity in the
following year.
doi:10.1016/j.ijid.2008.05.891
49.025
Seropositivity Among Human Subjects for Both TBEV and
Borrelia burgdorferi s.l. During a TBE Outbreak in Sibiu
County, Romania
E.C. Coipan1,∗, A. Alexse2, A.F. Vladimirescu1, G.
Nicolescu1
1 National Institute of Research-Development for Microbiol-
ogy and Immunology ‘Cantacuzino’, Bucharest, Romania
2 Medical-Military Scientiﬁc Research Centre, Bucharest,
Romania
Background: The tick Ixodes ricinus is the main vec-
tor of both tick-borne encephalitis (TBE) virus and Borrelia
burgdorferi sensu lato in Eurasia. Borrelia burgdorferi is the
cause of Lyme borreliosis, and TBE is a biphasic meningoen-
cephalitis induced by an arbovirus belonging to the ﬂavivirus
family. The principal aim of the current investigation is to
estimate the TBEV-Borrelia burgdorferi s.l. coinfection in
human subjects from a TBE outbreak in Sibiu County, Roma-
nia.
Methods: Sera and cerebrospinal ﬂuid from 51 patients
hospitalized during the TBE outbreak were examined with
hemagglutination-inhibition and ELISA techniques for TBEV,
and with ELISA test for Borrelia burgdorferi s.l.
Results: Among the 51 TBE suspect patients, 38 had anti-
bodies against TBEV. Patients that came out positive showed
different symptoms: meningoencephalitis, ﬂu-like syndrome
and meningitis. Two of these patients had IgG antibodies
against Borrelia burgdorferi too. So there was only 5% of the
TBE sick patients that came in contact with B. burgdorferi
also.
Conclusion: Considering the results, our assessment is
that the two pathogens antibodies coexistence in such a low
number of patients is not consistent with coinfection fol-
lowing tick bite. Also, considering the fact that the overall
incidence of TBEV in ticks is 0.5—2% and that of B. burgdor-
feri s.l. can reach values as high as 36%, the investigated
TBE outbreak is more likely to have occurred from unpas-
teurized dairy products’ comsumption, conclusion which is
sustained also by the observation that in the outbreak area
intensive shepherding is practised.
doi:10.1016/j.ijid.2008.05.892
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Introduction: Boutonneuse fever is an eruptive disease
endemic in Mediterranean basin. Constanta, remain the
most important rickettsian endemic zone because the cli-
macterics conditions and the increased number of stray
dogs.
Material and methods: The diagnostic was made on clin-
ical and epidemiological dates.
Results: 80% of patients recognized the presence of the
dog, and 45% the bites or presence of the ticks. 78% of cases
were from urban environment. The adults were prevalent
affected 86%, 2:1 for women, children made easy form and
the adults’ medium. Few cases were severe, with neuro-
logical complications. The clinical evolution of the patients
with treatment was favorable, improvement of the illness
appeared after 3—4 days. The number of cases continuously
increases until 2001, the situation of cases with Boutonneuse
fever during last 17 years is described in the graph.
Conclusions: The monthly distribution of this disease
reﬂects seasonality of this affection, according with max-
imum period of thick spreading and human contact with
them. The year 2001 as 2000 register in June, especially
July and August the pick of morbidity, according to period
of maximum spread of ticks and human contacts with them
and for these years temperatures were over the multiannual
average.
doi:10.1016/j.ijid.2008.05.893
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Background: Leptospirosis is considered one of the most
important emerging infectious diseases. Increase of storms
and ﬂooding has been associated to the Global warm-
ing. Although storm and hurricane hits Dominican Republic
almost every year, an outbreak of Leptospirosis was not
identiﬁed until the tropical storm Noel hit the Dominican
Republic on October, 2007. The objective of the study is to
describe the epidemiological and clinical characteristic of
patients with leptospirosis in this outbreak.
Methods: this is a descriptive, observational and
cross-sectional study to determine the clinical and epidemi-
ological characteristics of 60 patients admitted to the Robert
Reid Cabral Children’s Hospital with a suspicious diagnosis of
leptospirosis.
Results: Sixty patients were admitted with diagnostic of
suspicious leptospirosis during November 15th to Decem-
ber 15th, 2007. Positive serological conﬁrmations were in
22 patients (36.6%). Male were 68.3% and female 31.7%.
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Sixty three percent of patients were involved in ﬂooding.
Weil Syndrome was present in six (31.8%) patients and two
of them died. The most frequent signs and symptoms were
abdominal pain 11 (50.0%), headache 15 (68.2%); vomits 14
(63.0%), and jaundice 8 (36.0%) and conjunctivitis 4 (18.2%).
There were 6 (27.3%) patients with acute renal failure (ARF),
in which 50% required hemodialysis with 2 (3.3%) deaths.
Thrombocytopenia was observed in 6 (27.3%) and albumin-
uria was present in 9 (40.9%). In 50% of patients with ARF
thrombocytopenia (<100,000mm) was present.
Conclusion: This is the ﬁrst leptospirosis outbreak that
has been reported in country. An important risk factor was
ﬂooding secondary to tropical storm. It is important to mobi-
lize health care team to surveillance directly to the areas
affected by tropical storm to detected and give prophylaxis
treatment.
doi:10.1016/j.ijid.2008.05.894
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The aim of this study was to investigate the signiﬁ-
cance of multiple-mutations in the rpoB gene, predominant
nucleotide changes and its correlation with high levels
of resistance to rifampicin in Mycobacterium tuberculo-
sis isolates that were randomly collected from sputa of
44 patients with primary and secondary active pulmonary
tuberculosis from different region of Belarus. Drug sus-
ceptibility testing was determined using the CDC standard
conventional proportional method. DNA extraction, rpoB
gene ampliﬁcation, and DNA sequencing analysis were per-
formed. Thirt- three (75%) isolates were found to have
multiple-mutations (composed of 2—5 mutations) in the
rpoB (-subunit) gene. Increased number of predominant
mutations and nucleotide changes were demonstrated in
codons 523 (GGG→GCG), 531 (TCG→TTG), 510 (CAG→TAG,
GAG, AAG) and 526 (CAC→CTC, GAC) with a higher fre-
quency of mutations found among patients presenting with
secondary tuberculosis infection with elevated levels of
resistance to rifampicin (MIC g/ml≥ 100). Furthermore it
was demonstrated that the combination of mutations with
their predominant nucleotide changes were also observed
in codons 510, 523, 526, and 531 indicating higher frequen-
cies of mutations among patients with secondary infection
respectively. In this study, 76% (n = 38) of multiple-mutated
isolates were found to have mutation combinations involv-
ing nucleotide changes in codons 523 (GGG→GCG), 531
(TCG→TTG), 526 (CAC→CTC, GAC), and demonstrating pre-
dominant mutations in the last nine codons of -subunit
(523—531) are associated with higher levels of resistance
to rifampicin (≥100g/ml).
doi:10.1016/j.ijid.2008.05.895
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We investigated the clinical outcome of MDR versus
non-MDR tuberculosis and the cause of recurrences in Rwan-
dese patients by DNA ﬁngerprinting. From January 2002 to
September 2005, 710 patients in 4 provinces were studied.
Initial drug susceptibility results available for 638 patients,
classiﬁed 68 (10.8%) patients as habouring Mycobacterium
tuberculosis isolates resistant to at least isoniazid and
rifampin (multidrug resistance, MDR), and 570 patients as
non-MDRTB patients. Among the 68 MDRTB patients, 21 who
failed treatment had follow-up isolates. Among the 570
patients, 558 were cured and 12 were lost to follow-up.
Recurrent disease was recorded in 2 of 558 non-MDRTB and
11 MDRTB patients with follow-up isolates. DNA patterns of
sequential isolates from 5 patients (3 MDR and 2 non-MDR)
TB patients were different, indicating reinfection caused
the recurrence. Mixed infection was detected in one non-
MDRTB case. Indistinguishable DNA patterns were obtained
from isolates of the other 8 MDRTB patients suggesting reac-
tivation or treatment failure as the cause of the recurrence.
Follow-up isolates from all the 10 chronic MDRTB patients
had identical DNA patterns, indicating treatment failure.
These results document a high treatment failure rate for
MDRTB and show that reinfection is an infrequent cause of
recurrent TB in this setting.
doi:10.1016/j.ijid.2008.05.896
